Major depressive disorder (MDD) is a common psychiatric disease. Selective serotonin reuptake inhibitors (SSRIs) are an important class of drugs used to treat MDD. However, many patients do not respond adequately to SSRI therapy. We used a pharmacometabolomics-informed pharmacogenomic research strategy to identify citalopram/escitalopram treatment outcome biomarkers. Metabolomic assay of plasma samples from 20 escitalopram remitters and 20 nonremitters showed that glycine was negatively associated with treatment outcome (p=0.0054). That observation was pursued by genotyping tag single nucleotide polymorphisms (SNPs) for genes encoding glycine synthesis and degradation enzymes using 529 DNA samples from SSRI-treated MDD patients. The rs10975641 SNP in the glycine dehydrogenase gene was associated with treatment outcome phenotypes. Rs10975641 was then genotyped and was significant (p=0.02) in DNA from 1245 MDD patients in the STAR*D depression study. These results highlight both a possible role for glycine in SSRI response and the use of pharmacometabolomics to "inform" pharmacogenomics. Major depressive disorder (MDD) is a common psychiatric disorder worldwide (1). The majority of these patients receive antidepressant medications as first-line treatment, but there are large variations in the efficacy of all antidepressants, including the widely prescribed selective serotonin reuptake inhibitors (SSRIs) (2). On average, 40% of patients do not "respond" to these drugs, defined as a 50% or greater reduction in symptoms, and over two thirds do not achieve complete "remission" of symptoms after antidepressant therapy (2,3). Therefore, there is a need to identify biomarkers that might help to predict treatment outcomes prior to antidepressant therapy and might also provide insight into drug response mechanisms.
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Metabolomics is a rapidly developing discipline that represents an attempt to capture global biochemical events by assaying the metabolome, the total repertoire of small molecules in biological samples, to define metabolomic "signatures" (4, 5) . The emerging field of pharmacometabolomics is focused on metabolomic signatures for drug exposure and/or efficacy, with the goal of using these signatures to better individualize drug therapy (4, 6) . Pharmacogenomics shares the goals of pharmacometabolomics but utilizes genomic rather than metabolomic data (7) . Many pharmacogenetic studies of antidepressant drugs, particularly SSRIs, have been performed. Those studies have generally focused on polymorphisms in candidate genes, including those encoding the serotonin transporter; a variety of serotonin receptors; enzymes involved in serotonin biosynthesis; and drug metabolizing enzymes specific to the particular SSRI being studied (8) (9) (10) . However, these candidate gene-based studies, and even recently published genome-wide association studies (GWAS), have failed to provide reliable biomarkers for SSRI treatment outcome (11) (12) (13) .
In the present study, a "pharmacometabolomics-informed pharmacogenomic" research strategy ( Figure 1A ) was utilized to study citalopram/escitalopram efficacy in MDD patients. This "combined" approach might make it possible to consider the role of both environmental and genomic factors in drug outcomes. As a first step, we used a mass spectrometry-based metabolomic platform to profile plasma samples from 20 MDD SSRI "remitters", defined as having a "Quick Inventory of Depressive SymptomatologyClinician rated" (QIDS-C) (14) score ≤ 5 after therapy. Twenty "non-remitters" who had a QIDS-C score of >5 after 8 weeks of therapy were also profiled. "Response", a different SSRI therapy outcome phenotype, is defined as a decrease in QIDS-C ≥ 50%. It should be emphasized that depression rating scales such as the QIDS-C have been highly validated and that the definitions of "response" and "remission" used in the present study have been widely applied in MDD studies (15) . Specifically, samples obtained prior to treatment were assayed to identify baseline metabolomic "signatures" that might be associated with treatment outcome, and pathway analysis was used to map metabolites associated with drug response to biological pathways. That analysis highlighted the nitrogen metabolism pathway, and, within that pathway, glycine, as a potential candidate compound. Glycine is an inhibitory amino acid neurotransmitter that participates in many essential cellular process (16, 17) .
We then tested the hypothesis that DNA sequence variation in genes encoding glycine synthesis and/or degradation enzymes might be associated with citalopram/escitalopram treatment outcome by genotyping tag SNPs in genes encoding those enzymes using 529 DNA samples from a large SSRI pharmacogenomic trial. A SNP in the glycine dehydrogenase gene, GLDC, was identified during this "discovery" genotyping study and was then validated using DNA samples from the large NIMH-sponsored Sequenced Treatment Alternatives to Relieve Depression (STAR*D) study. In summary, our study not only identified a common SNP, rs10975641, that was associated with citalopram/ escitalopram treatment outcome in two large SSRI pharmacogenomic studies, but it also provided proof-of-principle for a pharmacometabolomics-informed pharmacogenomic approach that might be applied in future biomarker discovery studies.
RESULTS

Pharmacometabolomic profiling of MDD patients treated with SSRIs
MDD patients enrolled in the Mayo Clinic-NIH Pharmacogenetics Research Network (PGRN) Citalopram/Escitalopram Pharmacogenomic (Mayo-PGRN SSRI) study were selected for metabolomic profiling based on their remission status at the week 8 clinic visit. Plasma samples had been collected for this study at time zero and at weeks 4 and 8. For the current study, baseline metabolomic profiles were assayed for 20 SSRI "remitters" and 20 "non-remitters". These patients were receiving 10 mg (N=16) or 20 mg (N=24) of the SSRI escitalopram daily. Thirty percent of the subjects were male. The average entry QIDS-C scores for "remitters" and "non-remitters" were not significantly different (p>0.05), but after 8 weeks of SSRI therapy, the average QIDS-C score was 3.1 ±1.7 for "remitters" and 9.3 ± 2.9 for "non-remitters" (p<0.01). There were no significant differences between the 40 subjects selected for metabolomic profiling and the remaining Mayo-PGRN SSRI study subjects for various demographic and clinical factors including age, race, gender, initial QIDS-C score, or final QIDS-C score after 8 weeks of treatment, except that all the profiled patients completed 8 weeks of treatment, while 78% of the remaining subjects in the study did.
A gas chromatography (GC)-MS metabolomics platform was used to profile these 40 plasma samples. This GC-MS platform measured 251 metabolites, 97 of which were chemically identified. The metabolites measured were matched against a laboratoryconstructed library of mass spectra and retention index for 1,200 metabolites, as well as data from the NIST05 commercial library.
Metabolomic statistical and pathway analysis
A quantitative phenotype, percentage change in QIDS-C, was used as the initial SSRI treatment outcome phenotype for statistical correlation and pathway analysis. The average decrease in QIDS-C for remitters was 77.9 ± 11.8% and 36.9 ± 21.8% (mean ± SD) for nonremitters. Gender, age, and ethnicity were not significantly associated with treatment outcome. Using QQ normal and histogram plots, we examined metabolite distributions and observed significant right skewness. As a result, rank-based tests and log-transformation of observed metabolite concentrations were used in the analysis.
Marginal correlation analyses of single metabolites suggested that several metabolites assayed at zero time were significantly associated with subsequent percentage change in QIDS-C after SSRI therapy. Since those associations did not necessarily point to specific metabolic pathways, we used a pathway-based regression analysis to identify significant pathways ( Figure 1B ). Pathway-specific regression analysis identified "nitrogen metabolism" as the most significant pathway, a pathway with several metabolites that were significantly associated with SSRI therapy outcome ( Table 1) . Among the six metabolites that we mapped to that pathway, five were jointly and significantly associated with drug response (regression model adjusted R²=0.55). A positive regression coefficient in Table 1 indicates that a lower concentration of the metabolite was associated with better response, i.e. a larger reduction in QIDS-C score after SSRI therapy.
Since glycine was the most significant metabolite in the nitrogen metabolism pathway, we also compared baseline glycine levels between responders and non-responders as well as "remitters" and "non-remitters" (Figure 2 ). There were significant differences in baseline glycine levels between "responders" and "non-responders" (p=0.005), with a marginally significant difference for the remission phenotype (p=0.058). This trend for association of plasma glycine levels with drug treatment outcome phenotypes was consistent with the results of the pathway analysis. The purpose of this preliminary pharmacometabolomic study was to identify signals that might then be pursued using pharmacogenomic techniques. Since glycine is an inhibitory neurotransmitter -as well as a key metabolite in the Folate Cycle -we focused on glycine as a candidate metabolite. The next step was to determine which genes and which single nucleotide polymorphisms (SNPs) should be genotyped using DNA from citalopram/escitalopram-treated MDD patients.
Glycine-related candidate genes
The biosynthesis and metabolic degradation of glycine in humans is depicted schematically in Figure 3 . Glycine is synthesized from serine in a reaction catalyzed by two serine hydroxymethyltransferase (SHMT) isoforms (18, 19) , and it is degraded by a multi-enzyme "glycine cleavage system" (20, 21) . This glycine cleavage system includes aminomethyltransferase, AMT; dihydrolipoamide dehydrogenase, DLD; glycine cleavage system protein H, GCSH, and glycine dehydrogenase, GLDC. As a first step in pharmacogenomic pursuit of the glycine metabolomic signal for SSRI treatment outcome, we genotyped SHMT1, SHMT2, AMT, DLD, GCSH and GLDC using a "tag SNP" approach. Specifically, 144 tag SNPs selected for these genes were genotyped using DNA from 529 subjects enrolled in the Mayo-PGRN SSRI study, the same study population from which the subjects for metabolomic profiling had been selected. We excluded 15 DNA samples from subjects with ethnicities other than White Non-Hispanic (WNH). Three SNPs failed during genotyping.
Quality control (QC) analyses showed no discrepancies between genotypes from duplicate samples and no Mendelian errors in control CEPH family trio DNA samples. Four SNPs were removed from the analysis because of low MAFs (≤ 0.01) and two because of low call rates (<95%). Two DNA samples were removed due to low SNP call rates (≤ 0.95). Therefore, 135 SNPs in 512 DNA samples from NHW subjects remained for inclusion in the association analyses.
SNP association analyses for the Mayo-PGRN SSRI Study
"Remission" is a major SSRI treatment outcome, and this phenotype was modeled as a binary trait for our study, based on whether a patient had achieved remission at their last visit, i.e. at week 8, or, at week 4 if week 8 remission status was unavailable. The "remission" rate in the Mayo-PGRN SSRI Study was 27.7% at 4 weeks and 48.8% at 8 weeks. Among the 135 SNPs analyzed, the top 4 SNPs (p<0.05) were all within the GLDC gene on chromosome 9, and the rs10975641 SNP was most significantly associated with remission status (p=0.008, Table 2A ). This SNP was not in strong linkage disequilibrium (LD) with any of the other genotyped SNPs. When only subjects with remission status at week 8 were considered, the same SNP continued to be significant (p=0.009). When analyses were performed using the binary SSRI "response" phenotype (≥50% reduction in QIDS-C) or the continuous variable of percentage change in QIDS-C, we also observed associations with several SNPs in GLDC, including rs10975641 (Table 2B) , as well as two SHMT2 SNPs. Associations for all of the genotyped markers are listed in Supplemental Table 1 . P-values shown in the tables are not corrected for multiple testing. However, the minimum p-value based on a permutation-based method to adjust for multiple testing was 0.25 (for the reduction in QIDS-C phenotype). Since the same SNP, rs10975641, had been highly associated with multiple SSRI treatment outcome phenotypes, we proceeded to a replication study with this SNP.
STAR*D replication study
DNA samples from 1926 STAR*D patients were genotyped for the rs10975641 SNP. Genotyping included 150 duplicate samples and 22 non-template controls. Twelve of the 1926 STAR*D samples were excluded (5 because of lack of clinical outcome data, 3 unintended duplicates and 4 gender mismatches). Another 114 subjects with ethnicity other than African-American (AA), WNH were excluded. Twenty-one of the remaining 1800 subjects failed genotyping. Thus 1779 samples were included in the genotype association analysis, including 293 from AA subjects, 1245 from NHW and 241 from Hispanic White subjects. The minor allele frequency for rs10975641 was similar among the 3 ethnic groups (0.36 to 0.40), and there were no deviations from Hardy Weinberg Equilibrium (HWE) in any of the ethnically-defined subgroups. The association analysis showed that rs10975641 was significantly associated with the binary phenotype of "response" in WNH subjects (p=0.016), with an odds ratio (OR) of 0.110 (95% CI, 0.013-0.949), as well as in all subjects when the data were adjusted for ethnicity (p=0.023, OR 0.179, 95% CI, 0.035-0.907). There was not a significant association in the STAR*D patient population with the other SSRI treatment outcome phenotypes, i.e. remission or percentage reduction in QIDS-C score.
To determine whether the rs10975641 SNP might be in LD with other ungenotyped SNPs, we sequenced a 5.8 kb region of GLDC surrounding this SNP ( Figure 4A ) using DNA from 96 Caucasian subjects -48 homozygous for CC at rs10975641 and 48 homozygous for GG. A total of 35 polymorphisms, including 19 that were novel, were identified, 27 of which had not been genotyped in our initial study ( Figure 4B ). LD across the 5.8 kb resequenced region was consistent with that derived from the HapMap data for CEU Caucasian samples. Of the 27 ungenotyped polymorphisms identified, four were in weak LD with rs10975641 (r 2 =0.13-0.26). Therefore, no highly plausible candidates other that the original SNP were identified during resequencing. We next proceeded to functional genomic experiments to determine whether the rs10975641 SNP might have functional implications.
Electrophoretic Mobility Shift (EMS) assays
EMS assays were performed using6 different cell lines, including the human brain-derived cell lines, U-87 MG, U-138 MG and U251, and 3 non-brain derived cell lines, HepG2, HEK293T and lymphoblastoid cells. Figure 5 shows that nuclear extract binding resulted in a "shift" for both wild type (WT) and variant nucleotides at the rs10975641 locus, but the C to G change associated with the SNP resulted in a striking increase in the intensity of binding. This difference in nuclear protein binding was present in all three of the human brain-derived cell lines but not the other three cell lines, which all showed less binding and failed to show a striking difference in binding patterns between WT and variant oligonucleotides.
DISCUSSION
Large variation in treatment response remains a major challenge in the therapy of MDD (2,3). Currently, there are few reliable biomarkers to help predict this variation. Pharmacome-tabolomics is an emerging field that uses metabolomic techniques to help discover biomarkers for drug response or exposure (4) (5) (6) . Previous studies of central nervous system (CNS) disease have suggested that study of the metabolome can reflect individual difference in CNS disease stage or progression (22) (23) (24) (25) (26) (27) . A search for pharmacometabolomic "signatures" for SSRI antidepressant therapy outcome might not only identify potential biomarkers for treatment outcome, but could also help identify underlying genomic variation associated with disease pathophysiology that contributes to variation in response to drug therapy. Therefore, we performed a pharmacometabolomics-informed pharmacogenomic study using samples from MDD patients enrolled in two large SSRI clinical trials, the Mayo-PGRN SSRI study and the STAR*D study.
As a first step, we used a GC-MS-based metabolomic platform to profile plasma samples obtained prior to escitalopram therapy from remitter and non-remitter MDD patients. The goal was to determine whether, prior to drug therapy, any metabolite might be associated with variation in drug response. Pathway-specific regression analysis resulted in the identification of several metabolites in the nitrogen metabolism pathway, including glycine, that were significantly associated with percentage reduction in QIDS-C score, a quantitative measure of SSRI treatment outcome ( Table 1 ). The fact that these associations were observed using pre-treatment metabolomic profiles led us to test the hypothesis that genetic variation might contribute to the observed variation in this metabolomic "signature". That pharmacogenomic study focused on genes encoding glycine synthesis and degradation enzymes. Glycine is an inhibitory neurotransmitter in the CNS in addition to its role in a variety of essential cellular processes, e.g., one-carbon metabolism (16, 17) . Several previous studies have attempted to correlate plasma glycine concentrations with risk for depression (not with treatment outcome) -with contradictory results (28) (29) (30) . Our metabolomic data indicated that baseline plasma glycine level was negatively associated with escitalopram treatment outcome, compatible with the conclusion that elevated glycine might be a marker for decreased SSRI response.
Our initial glycine synthesis and degradation pathway-based pharmacogenomic study involved genotyping 144 markers for candidate genes using DNA from 529 MDD patients enrolled in the Mayo-PGRN SSRI study, followed by validation using DNA samples from patients enrolled in the initial phase of the STAR*D study. By using samples from these two large antidepressant clinical trials with similar designs, we identified one marker, rs10975641, a SNP in the GLDC (31) , that was associated with multiple SSRI treatment outcome phenotypes in the Mayo-PGRN SSRI study and with SSRI "response" in the STAR*D study. Because of differences between STAR*D subjects who contributed DNA and those who did not (32, 33) , the present observations cannot be considered generalizable without further replication. Additional fine-mapping performed by resequencing a portion of the GLDC gene that included the region containing rs10975641 failed to identify any markers in high LD with this SNP. Finally, when we performed EMS assays using nuclear extract from six different cell lines, we observed a striking difference in the pattern of nuclear protein binding between WT and variant oligonucleotides at the rs10975641 locus, as well as a significant difference between human brain-derived and non-brain-derived cell lines ( Figure 5 ). Genomic variation, including deletion of the GLDC gene, has been associated with disease related to glycine metabolism, e.g., nonketotic hyperglycinaemia (34, 35) . Our results raise the possibility that a change from C to G at rs10975641 in intron 17 of GLDC might result in an alternation in nuclear protein binding that could influence gene function in a tissue-specific fashion, thereby influencing glycine metabolism within the CNS. Obviously, these results will have to be replicated, hopefully in larger populations of patients with MDD who are treated with citalopram/escitalopram.
Pharmacological studies of SSRIs have focused mainly on the serotonin system, based on the monoamine neurotransmitter theory of depression (16, 36) . The same has been true for pharmacogenetic studies of SSRIs (8, 10) , at least until the very recently reported GWA studies of SSRI treatment outcome (11) (12) (13) . Our use of metabolomics to "inform" pharmacogenomics might provide a novel approach to biomarker discovery for the individualized therapy of MDD and other psychiatric illnesses. In this case, it has served to focus our attention on the possible role of the GLDC gene in SSRI therapy outcomes in patients with MDD.
METHODS
Study subjects
Samples for metabolomic experiments were obtained from patients enrolled in the Mayo-PGRN SSRI study. Enrollment required a diagnosis of MDD without psychosis or mania and a Hamilton Depression Rating Scale score of >14. Inclusion and exclusion criteria were similar to those of the STAR*D study (15) . In the Mayo-PGRN SSRI study, patients received escitalopram (10 mg) or citalopram (20 mg) at time zero, with the possibility of dose escalation to 20 mg of escitalopram or 40 mg of citalopram at week 4. Blood samples were obtained at zero time and weeks 4 and 8. Blood samples were drawn into 10 mL EDTA tubes, followed by centrifugation at 8000 ×g for 20 min. Plasma was removed immediately, flash frozen and stored in 1 mL aliquots.
Citalopram/escitalopram treatment outcome was determined using QIDS-C scores, with "remission" defined as QIDS-C ≤5 and "response" as QIDS-C reduction of ≥50%. Samples for metabolomic analysis were obtained from 40 MDD patients in the Mayo-PGRN SSRI study. Those patients included 20 "remitters" (final QIDS-C ≤ 5) and 20 "non-remitters" with QIDS-C>5. Samples for metabolomic profiling were obtained at zero time. All patients provided written informed consent. The study protocol was reviewed and approved by the Mayo Clinic Institutional Review Board.
Metabolomic profiling, statistical and pathway analysis
GC-MS metabolomic profiles were analyzed using plasma samples from each of 40 patients (see Supplementary Methods). For purposes of the metabolomic analysis, SSRI treatment outcome was percentage change in QIDS-C score after drug exposure. The data were logtransformed before fitting regression models for metabolites with right-skewed distributions and/or those with large values at the extremes.
To determine whether metabolic profiles at baseline might help to predict SSRI response, Spearman rank correlation coefficients between each metabolite at baseline and the percent change of QIDS-C score and the corresponding p-values of significance test were calculated. Q-values were also obtained to control for the false discovery rate (37) . A marginal correlation test was then enhanced by pathway-specific regression analysis. Students' t-test was also performed and plotted using JMP® Statistical Discovery Software (SAS, Cary, NC) to compare glycine levels at time zero between escitalopram "remitters" (N=20) and "non-remitters" (N=19) and between "responders" (N=26) and "non-responders" (N=13). One significant outlier non-remitter sample was excluded from this analysis.
Pharmacogenomic study populations
We then performed an SSRI pharmacogenomic association study using 529 DNA samples from patients enrolled in the ongoing Mayo-PGRN SSRI study -the same study used to obtained samples for the metabolomic analyses. DNA samples from all subjects enrolled at the time of the present study were genotyped. The focus was on tag SNPs in genes encoding enzymes that catalyze glycine synthesis and degradation, followed by replication performed with DNA samples from the initial phase of the STAR*D study in which all patients were treated with citalopram (20-80 mg/day) (15) . The Mayo-PGRN SSRI study was designed to parallel the STAR*D study. 1926 STAR*D DNA samples (1245 from WNH subjects), together with clinical data, were obtained from the STAR*D Data Coordinating Center.
SNP genotyping and DNA sequencing
Genotype data for genes encoding glycine synthesis enzymes (SHMT1 and SHMT2) and glycine degradation enzymes (AMT, DLD, GCSH and GLDC) were utilized for SNP selection (see Supplementary Methods). A panel of 144 SNPs, including two QC SNPs, was used to genotype the Mayo-PGRN SSRI study utilizing the Illumina Golden Gate platform (Illumina, San Diego, CA). A Taqman genotyping assay (Applied Biosystems, Foster City, CA) was used to perform the STAR*D validation genotyping study. Details of the Sanger "resequencing" of a portion of GLDC are listed in the Supplementary Methods.
Single SNP associations with SSRI treatment outcome
After data QC (See Supplementary Material) single SNP association analyses were performed with SSRI treatment outcome phenotypes, including remission (QIDS-C≤ 5) at week 8 or week 4 if week 8 remission status was not available; remission at week 8 only, or response, as well as percentage change in QIDS-C score from baseline to week 8, which was analyzed as a continuous variable. For binary phenotypes, i.e. remission vs. non-remission and response vs. non-response, a p-value was calculated for each SNP based on a logistic regression model, assuming a log-additive allele effect. P-values were adjusted for population stratification using eigenvectors calculated with the EIGENSOFT software EIGENSTRAT (smartpca) based on a set of genome-wide SNPs in low or no LD with each other (data not presented). Using the corresponding eigen values, a Tracy-Widom test was conducted to determine the number of eigenvectors to be used to adjust analyses for population stratification. For the reduction in QIDS-C phenotype, the eigenvectors representing population stratification were regressed on the phenotype, and resulting residuals were used to calculate the Spearman rank correlation with individual SNPs modeled as minor allele counts. A step-up permutation based method was used to adjust pvalues for multiple testing.
Association analysis for the STAR*D validation study
An analysis for association similar to that used during the "discovery" study was applied, and a linear-regression model was used for the quantitative percentage reduction in QIDS-C score.
EMS assays
We performed EMS assays for the rs10975641 SNP to determine whether this SNP might result in an alternation in ability to bind nuclear protein(s). Nuclear extracts were obtained from each of three human brain-derived cell lines, specifically, the glioblastoma cell lines U-87 MG, U-138 MG and U251, as well as three human cell lines from tissues other than brain, human embryonic kidney 293T, HepG2 hepatocellular carcinoma cells and a pool of lymphoblastoid cells from anonymized healthy individuals. All of these cell lines were obtained from the American Type Culture Collection (ATCC, Manassas, VA) except for the lymphoblastoid cell lines, which were obtained from the Coriell Institute (Camden, NJ). The EMS assays were performed as described previously (38) . Oligonucleotide sequences for the rs10975641 SNP probes were WT-5′taagatcctttCaggctaggtct3′ and variant-5′ taagatcctttGaggctaggtct 3′.
Supplementary Material
Refer to Web version on PubMed Central for supplementary material. Glycine levels at zero time in MDD patient groups classified on the basis of response or remission status after SSRI therapy. P-values were calculated with Student's t-test. Glycine synthesis and degradation. The figure shows a schematic representation of glycine synthesis and degradation. SHMTs are the two serine hydroxymethyltransferase isoforms that catalyze the synthesis of glycine from serine, a reaction coupled with the conversion of tetrahydrofolate (THF) to 5,10-methylene THF. AMT, aminomethyltransferase; DLD, dihydrolipoamide dehydrogenase; GCSH, glycine cleavage system protein H and GLDC, glycine dehydrogenase, are components of the multiple-enzyme glycine cleavage system, the major pathway for glycine degradation. The GLDC gene and its linkage disequilibrium relationships. (A) A region of chromosome 9 spanning the portion of the GLDC gene from which tag SNPs were selected for genotyping is shown. The box indicates a region around rs10975641 that was resequenced for purpose of fine-mapping. A Haploview (39) plot was generated using data from CEPH HapMap samples (CEU). (B) A "closer" view of the LD structure in the region of interest. Both genotyped (red) tag SNPs and SNPs identified during the resequencing effort (9) are plotted. EMS assays for the rs10975641 SNP. Nuclear extract was prepared from three human brainderived cell lines, glioblastoma U-87 MG, U-138 MG and U251 cell lines, as well as nonbrain derived cell lines, human embryonic kidney 293T, HepG2 hepatocellular carcinoma cells and a pool of lymphoblastoid cells, and were used to perform EMS assays. Table 1 Simple and partial regression coefficients for compounds in the " nitrogen metabolism pathway" on changes in QIDS-C score after escitalopram therapy. Coefficients and p-values for simple and partial regression analyses of metabolite levels at zero time on escitalopram response are listed. A positive coefficient represents a negative association between levels of the compound and SSRI response, i.e., lower concentrations of metabolites are associated with better SSRI response. Glycine is "boxed" since it was the metabolomic "signature" pursued during the subsequent pharmacogenomic studies.
Name of Compounds
Table 2
Association results with p-values <0.05 for citalopram/escitalopram treatment outcomes. 
